Supplementary figures

Fig.S1.
Individual's population membership under a series of K predicated by STRUCTURE analysis using 20 microsatellite loci data and the LOCPRIOR option for K=2. Each column represents one individual, and the colour portion in each column indicated the probability of the individual being assigned to a population. The vertical bars (in grey) in the panels indicate the model frequency in each scenario.
Fig. S5.
The result of a factor correspondence analysis (FCA) for all acquired bottlenose dolphin samples (CBD: common bottlenose dolphin; IPBD: Indo-Pacific bottlenose dolphin), without using the "sur population" option. Numbers in parentheses indicates the percentage of the variance explained by the factor/axis.
Fig. S6.
The best population model (K=2) predicated by STRUCTURE analysis for CBD and IPBD.
Each column represented one individual, and the colour portion in each column indicated the probability of the individual being assigned to a population. The arrows indicate the three potential descents of hybrids between the two species (for further information, see supplementary Table S5 ).
